Background: Acute respiratory tract infections (ARTIs) are a significant cause of morbidity and account for a major percentage of mortality in early childhood worldwide. Viral infections are responsible for most respiratory infections.

Methods & Materials: Nasopharyngeal aspirates (NPA) specimens were collected from 1800 pediatric patients who suspected acute respiratory infection in Southern China Samples were screened for 21 kinds of respiratory viruses by multiplex reverse transcription-PCR(RT-PCR) with a GenomeLab Gene Expression Profiler (GeXP) analyzer.

Results: A total of 67.33%(1212/1800) of samples were positive for at least one virus. The 1212 positive specimens included 475 human rhinovirus(HRV),356 respiratory syncytial virus (RSV),160 human adenovirus(HADV),117 human parainfluenza 3(HPIV-3),96 human bocavirus (HBoV), 96 Influenza A (including 39 swine H1N1,21 influenza virus H3N2,9 seasonal H1N1,6 influenza virus H2N2 and 21 etc influenza A virus),60 human parainfluenza 4(HPIV-4), 33 human coronaviruses NL63 and 229E(HCoV-NL63/229E), 27 Influenza C(Inf C), 20 human metapneumovirus (hMPV), 15 HCoV-HKU1/OC43, 12 Inf B, 9 HPIV-1, 9 WU polyomaviruses(WUPyV) and 3 HPIV-2. Co-infection by at least 2 of the viral pathogens under study was observed in 13.5% cases (243/1800).

Conclusion: This is a rapid and simple assay that could be used in clinical diagnosis as well as for the surveillance for the spread of antibiotic resistance determinants in epidemiological studies.
